: Log-linear analysis of A→G autosomal intergenic mutations. Position(s) are relative to the index position (see manuscript Figure 1 ). Deviance is from the log-linear model, with df degrees-of-freedom and corresponding p-value obtained from the χ 2 distribution. pvalues listed as 0.0 are below the limit of detection. Table S3 : The most distant positions from the mutation with RE(1) ≥ 10% of RE max (1). RE(1) is the first order RE for the position, and RE max (1) the largest RE from a first order effect for the surveyed positions. RE Dist. is the absolute value of the relative position based on the RE value. p-val Dist. is the corresponding distance based on the p-value. The maximum possible distance is 10. Only point mutations significant after correcting for 20 tests using the Holm-Šidäk procedure were considered.
(-2, -1) A→T 9.3 × 10
(-1, +1) Table S6 : Significant differences in mutation spectra between autosomal intergenic and intronic point mutations. Separate log-linear models were used for each starting base (X in X→Y). RET is the RE term for that row mutation direction. Only RET from the intergenic group are shown. A positive (negative) RET indicates a excess (deficit) of that mutation in the intergenic group. All tests returned p-values that were below the limit of detection and thus were statistically significant after correcting for 4 tests using the Holm-Šidäk procedure. Table S7 : Significant differences in spectra between autosomal and X-chromosomal intergenic point mutations. Separate log-linear models were used for each starting base (X in X→Y). RET is the RE term for that row mutation direction. p-value is from the corresponding hypothesis test. Only RET from the autosomal group are shown. A positive (negative) RET indicates a excess (deficit) of that mutation in autosomes. All tests returned p-values that were ≤ 4.7e −9 and thus were statistically significant after correcting for 4 tests using the HolmSidäk procedure. Table S8 : Significant differences in spectra between autosomal and X-chromosomal intronic point mutations. Separate log-linear models were used for each starting base (X in X→Y). RET is the RE term for that row mutation direction. p-value is from the corresponding hypothesis test. Only RET from the autosomal group are shown. A positive (negative) RET indicates a excess (deficit) of that mutation in autosomes. All tests returned p-values that were ≤ 8.6e −5 and thus were statistically significant after correcting for 4 tests using the HolmSidäk procedure. Table S10 : Differences in spectra between strands for malignant melanoma point mutations. Separate log-linear models were used for the + strand starting bases A and C. RET is the RE term for that row mutation direction. Only RET from the + strand are shown. A positive (negative) RET indicates a excess (deficit) of that mutation on the + strand. p-value is from the corresponding hypothesis test. Only mutations from C were significant after correcting for 2 tests using the Holm-Šidäk procedure. Table S13 : Significant differences in spectra between germline exon and malignant melanoma point mutations. Separate log-linear models were used for each starting base (X in X→Y). RET is the RE term for that row mutation direction. Only RET from the melanoma group are shown. A positive (negative) RET indicates a excess (deficit) of that mutation in the melanoma group. All tests returned p-values that were below the limit of detection and thus were statistically significant after correcting for 4 tests using the Holm-Šidäk procedure. 
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